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Abstract: Plasma lipoproteins are important carriers of cholesterol and have been linked strongly to
cardiovascular disease (CVD). Our study aimed to achieve fine-grained measurements of lipoprotein
subpopulations such as low-density lipoprotein (LDL), lipoprotein(a) (Lp(a), or remnant lipoproteins
(RLP) using electron microscopy combined with machine learning tools from microliter samples of
human plasma. In the reported method, lipoproteins were absorbed onto electron microscopy (EM)
support films from diluted plasma and embedded in thin films of methyl cellulose (MC) containing
mixed metal stains, providing intense edge contrast. The results show that LPs have a continuous
frequency distribution of sizes, extending from LDL (> 15 nm) to intermediate density lipoprotein
(IDL) and very low-density lipoproteins (VLDL). Furthermore, mixed metal staining produces striking
“positive” contrast of specific antibodies attached to lipoproteins providing quantitative data on
apolipoprotein(a)-positive Lp(a) or apolipoprotein B (ApoB)-positive particles. To enable automatic
particle characterization, we also demonstrated efficient segmentation of lipoprotein particles using
deep learning software characterized by a Mask Region-based Convolutional Neural Networks (R-CNN)
architecture with transfer learning. In future, EM and machine learning could be combined with
microarray deposition and automated imaging for higher throughput quantitation of lipoproteins
associated with CVD risk.
Keywords: lipoproteins; nanoparticles; low-density lipoproteins; apolipoprotein B; apolipoprotein(a);
electron microscopy; cardiovascular disease; machine learning
1. Introduction
Plasma lipoprotein (LP) nanoparticles are composed of cholesterol esters, dietary triacylglycerols,
free cholesterol, phospholipids, and apolipoproteins and comprise a wide spectrum of sizes, ranging
from chylomicrons (75–1200 nm) through low-density lipoproteins (LDL, 18–25 nm) to high-density
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lipoprotein (HDL, 5–12 nm) [1,2]. Although LDL has long been recognized as a primary associated risk
factor for cardiovascular disease (CVD) [1,3–5], a lengthening list of LP subpopulations is of interest
in the pathogenesis of arterial disease. These include small dense LDL (sdLDL) [6,7], lipoprotein (a)
(Lp(a)) [8,9], and remnant lipoproteins (RLPs). sdLDL (18.0–20.5 nm) [10] is proposed to be more
atherogenic than LDL by means of its small size, which could enhance penetration into the vessel
wall. It also has a longer plasma half-life due to a lower affinity for the LDL receptor and a decreased
resistance to oxidation. Lp(a) (21 nm) [11] shares many characteristics with LDL and elevated levels of
Lp(a) predispose to a variety of cardiovascular diseases. Lp(a) levels are largely determined by genetics,
are resistant to lifestyle changes or traditional lipid-lowering drugs and are difficult to assay because
of variations in size/composition [12–18]. Remnant lipoproteins represent chylomicrons or VLDLs
(very low-density lipoproteins) that are partially catabolized to become smaller and denser [1] and
are thought to be more strongly atherogenic than their “parent” triglyceride-rich lipoproteins [19–21].
Assays for sensing these diverse biomarkers are being developed [22] but, as yet, a fine-grained
and comprehensive profiling of sizes, numbers, and/or molecular composition across all such LP
species [23] is not available.
One solution is to reveal the whole distribution of lipoproteins as nanoparticles by direct imaging,
and here we investigated development of electron microscopy as a primary tool. Currently there is a
range of methods for quantifying lipoprotein nanoparticles. Most rely on biophysical properties and
include nuclear magnetic resonance (NMR) [24], nanoparticle tracking analysis [25], flow cytometry [26],
dynamic light scattering [27], small angle X-ray, and resistive pulse sensing. NMR is an indirect
method that responds to methylation signals and can be used to characterize LDL profiles from human
plasma, but the estimates of particle size differ from those determined in gradient gel electrophoresis,
despite using the same samples [28,29]. Also, NMR has only rarely been validated using benchmark
electron microscopy methods [24]. Nanoparticle tracking analysis is widely used and based on the
principles of light scattering and Brownian motion. However, nanoparticle tracking analysis is known
to be susceptible to lab-to-lab variation, detects only larger lipoproteins [30], and particle selection
is difficult to randomize [25]. Importantly, recent data suggest that nanoparticle tracking analysis
cannot differentiate between extracellular vesicles and LPs [2,31,32]. Dynamic light scattering also
uses Brownian motion, and measures fluctuations in intensity of light scattered by nanoparticles [27],
but again sizing of particles under 30 nm and differentiation of large particles from aggregates is
problematic. Small angle X-ray and resistive pulse sensing remain under-investigated for lipoprotein
particles but require expensive apparatus although differential ion mobility analysis reveals a more
continuous distribution of particle sizes [33]. Collectively, the largely indirect nature of these methods
makes them prone to systematic errors, unable to differentiate nanoparticle types such as extracellular
vesicles/LPs, and insensitive to aggregation state of the particles [34].
Transmission electron microscopy is an established method that provides enough resolution to
image an extensive range of lipoprotein particles and could be used in routine quantification if adapted
to high throughput. The two main transmission electron microscopy (EM) methods currently in use are
cryo-electron microscopy (cryo-EM) and negative staining. Cryo-EM provides benchmark imaging of
minimally denatured particles embedded in vitrified water but is not suitable for quantification because
the images are of low contrast, instruments are difficult to maintain, and sampling of particles is
compromised by frequent artefacts. On the other hand, negative staining, which is based on deposition
of heavy metals around the particles, is more reproducible and rapid than cryo-EM, allowing better
sampling of particles. While there are some problems of inconsistent contrasting and collapse of soft
biological particles, improvements have been made by adding hydrophilic embedding media such as
methyl cellulose containing mixtures of metals for contrasting. Such embedment helps to support
the particles and provides even and consistent films, allowing appropriate sampling and accurate
quantification. A further, and recent, modification incorporates a countable calibrant in the support
film, providing quantitative readouts of particle concentration [34].
Int. J. Mol. Sci. 2020, 21, 6373 3 of 25
In this report we developed transmission electron microscopy for quantifying lipoproteins in
human plasma. The method provides contrasting and imaging that allows quantification of LPs
directly from microliters of non-purified human plasma. It detects a continuous size distribution of
LPs from the smallest LDL particles through to VLDL and can be combined with antibody contrasting
to identify subpopulations such as Lp(a). Finally, as a prelude to higher throughput, we established
automated recognition for characterization of LPs using machine learning. Together, these studies
demonstrated the feasibility of visualisation, recognition, and quantification of multiple species of
LPs from human plasma using electron microscopy. They represent a step toward higher throughput
measurements on LPs from microliter samples of human plasma.
2. Results
2.1. Contrasting and Optimization of Methylcellulose (MC) Film Thickness
Optimization of contrast for staining lipoproteins was achieved using a commercial low-density
lipoprotein (LDL) preparation. LDL was diluted either in water or in phosphate buffered saline
(PBS) and absorbed onto plastic-coated electron microscopy (EM) support grids. In the workup,
we determined that 30 min to 1 h was the best time period for reproducible absorption of nanoparticles
from the test suspension (not shown). We next tested a range of electron stains, including conventional
negative stain and stains containing MC as an embedding medium support [35]. MC supports the
particles, and the thickness can be varied according to the starting volume before drying down inside a
loop of tungsten metal wire [35]. Conventional negative stain using uranyl acetate (UA) produced
expected negative contrast with low-density particle interior and an indistinct edge (Figure 1a).
A combination of MC and UA produced delicate positive contrast with a stained particle periphery but
the contrast between the edge and background was relatively low (not shown). Enhancement of edge
contrast was observed after including sodium silicotungstate (STA) in the staining mixture (Figure 1b,
mixed metal staining). This modification has previously been shown to enhance contrast on a range of
nanoparticles such as lipid-rich nanodiscs [36].
We investigated whether a reduction in contrasting-film thickness, achieved by reducing the
starting concentration of methylcellulose, could further improve edge contrast of LDL. Low-density
lipoproteins measure approximately 20 nm in diameter and are 12 nm in thickness and should be best
contrasted when film thickness approximates to the size of the particles. Conventional amounts of
MC administered by means of drying down within wire loops are thought to produce films with a
thickness capable of supporting a 110-nm ultrathin cryo-section [35]. We, therefore, reduced methyl
cellulose to 1/8 of that used in Figure 1b for contrasting LDL. This produced striking improvement in
contrast, especially after mixed metal staining (UA plus STA) (compare Figure 1b with Figure 1c,d).
Quantitative analysis of contrast at the edge of the particles confirmed clearer gradients with MC
UA/STA mix compared to negative stain (Figure 1e,f).
An additional advantage of thinner MC films is that flattened spheroidal particles such as LDL
and nanodiscs tend to orient en face to the film, rather than taking up a range of orientations [34,36,37].
This effect makes the particles present a more homogeneous-sized profile to the electron beam.
Accordingly, we found the ratio of major to minor axis was 1.42 (23.28 nm/16.28 nm) for thicker MC
films and 1.29 (23.81 nm/18.33 nm) for thinner MC or 1.28 (23.59 nm/18.47 nm) for negative stain
lacking MC (n = 100 particles in each case, measured across the particles manually between inner
edges of positive contrast).
We next performed a more fine-grained analysis of the effects of MC amounts on LDL contrast
(Figure 1g–i), doubling or halving MC used in Figure 1. Neither modification improved the contrast
as measured by maximum/minimum differences across the particle edge. With the knowledge that
thinner MC films produced better contrast and less asymmetric profile data, we selected the following
combination—100 µL MC, 50 µL UA, 25 µL STA in a total volume of 1100 µL (standard mixed metal
MC)—for contrasting lipoproteins in this study.
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Figure 1. Optimization of mixed metal MC staining on purified low-density lipoprotein (LDL). (a) 
Negative stain using uranyl acetate (UA), see Asadi et al., [36]. (b) Heavy metal mix in thick methyl 
cellulose (MC), (800 µL MC, 100 µL UA, 25 µL sodium silicostungstate (STA)). (c) and (d) Heavy metal 
mix in thin MC film. (c) 100 µL MC, 25 µL UA, 100 µL STA, and 875 µL H2O, and (d) 100 µL MC, 50 
µL UA, 25 µL STA, and 925 µL H2O. Concentrations as described in Materials and Methods. In 
negative stain (a) edges are fuzzy while (d) shows positive contrast at the particle edges. (e,f) Show 
profile intensity plots from ImageJ, indicating distinct transitions at the inner surface of the particle 
edge density for the heavy metal mix (metal mix MC; f, arrows). In the negative stain, edge transitions 
(likely at the outer surface) are more difficult to define (e, arrows). (g–i) Show further testing of film 
thickness and staining protocol for lipoproteins in a purified LDL preparation using heavy metal mix 
in thin MC films. (g) 50 µL MC, 50 µL UA, 25 µL STA and 975 µL H2O; (h) 150 µL MC, 50 µL UA, 25 
µL STA and 875 µL H2O. (i) Contrast expressed as the range in grey scale values through particle 
edge to background as determined in ImageJ. n = 10 particles in each case; 50, 100, or 150 µL of 2% 
MC in a total volume 1100 µL, containing 50 µL UA, 25 µL STA, and H2O. Error bars are standard 
deviations. Scale bars 100 nm (in (c) for (a–d) and in (g) for (g,h). 
An additional advantage of thinner MC films is that flattened spheroidal particles such as LDL 
and nanodiscs tend to orient en face to the film, rather than taking up a range of orientations [34,36,37]. 
This effect makes the particles present a more homogeneous-sized profile to the electron beam. 
Accordingly, we found the ratio of major to minor axis was 1.42 (23.28 nm/16.28 nm) for thicker MC 
films and 1.29 (23.81 nm/18.33) for thinner MC or 1.28 (23.59 nm/18.47) for negative stain lacking MC 
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We next performed a more fine-grained analysis of the effects of MC amounts on LDL contrast 
(Figure 1g–i), doubling or halving MC used in Figure 1. Neither modification improved the contrast 
as measured by maximum/minimum differences across the particle edge. With the knowledge that 
thinner MC films produced better contrast and less asymmetric profile data, we selected the 
Figure 1. Optimization of mixed metal MC staining on purified low-density lipoprotein (LDL).
(a) Negative stain using uranyl acetate (UA), see Asadi et al., [36]. (b) Heavy metal mix in thick methyl
cellulose (MC), (800 µL MC, 100 µL UA, 25 µL sodium silicostungstate (STA)). (c) and (d) Heavy metal
mix in thin MC film. (c) 100 µL MC, 25 µL UA, 100 µL STA, and 875 µL H2O, and (d) 100 µL MC, 50 µL
UA, 25 µL STA, and 925 µL H2O. Concentrations as described in Materials and Methods. In negative
stain (a) edges are fuzzy while (d) shows positive contrast at the particle edges. (e,f) Show profile
intensity plots from ImageJ, indicating distinct transitions at the inner surface of the particle edge
density for the heavy metal mix (metal mix MC; f, arrows). In the negative stain, edge transitions
(likely at the outer surface) are more difficult to define (e, arrows). (g–i) Show further testing of film
thickness and staining protocol for lipoproteins in a purified LDL preparation using heavy metal mix in
thin MC films. (g) 50 µL MC, 50 µL UA, 25 µL STA and 975 µL H2O; (h) 150 µL MC, 50 µL UA, 25 µL
STA and 875 µL H2O. (i) Contrast expressed as the range in grey scale values through particle edge to
background as determined in ImageJ. n = 10 particles in each case; 50, 100, or 150 µL of 2% MC in a
total volume 1100 µL, containing 50 µL UA, 25 µL STA, and H2O. Error bars are standard deviations.
Scale bars 100 nm (in (c) for (a–d) and in (g) for (g,h).
The reproducibility of particle size distributions was studied using a commercial LDL preparation.
For simplicity and speed in assessing sizes, we measured particles in a horizontal calliper direction across
each particle. This ensured a random direction with respect to each particle profile. This measurement
was used throughout the rest of this report. Three independent experiments were used to assess
concordance between measurements of LDL (Figure 2). Mean measurements for the three samples were
23.41, 23.82, 24.00 nm ( ean = 23.74 nm, SD = 1.27, coefficient of variation (CV) = 2.28%; n = 185, 222,
and 188, respectively; Kruskal–Wallis test was not significant, see legend to Figure 2). LDL particles
have been reported as discoid in shape, measuring 21.4 by 12.1 nm [38] and so we computed corrected
values for mean radius of a corresponding spheroid (20.01, 20.36, and 20.52 nm (mean = 20.3 nm,
SD = 0.26)) to facilitate comparison to methods that are sensitive to mean rotational diameters.
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Figure 2. Reproducibility of particle analysis from a purified LDL preparation. In (a), three samples 
from the same LDL preparation were processed using the standard mixed metal MC and horizontal 
calliper distance measured in 185, 222, and 188 particles. (b) Means +/− SD (x axis labels refer to lower 
limit of 2-nm bins). No significant difference between these distributions with means 23.41, 23.82, 
24.00; Kruskal-Wallis test statistic H = 5.778, df 2, p = 0.056. Data are expressed as the relative frequency 
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Figure 2. Reproducibility of particle analysis from a purified LDL preparation. In (a), three samples
from the same LDL pre aration were processed usin t e sta dard mixed metal MC and h rizontal
calliper distance measured in 185, 22 , and 18 particles. eans +/−SD (x axis labels efer to lower
limit of 2-nm bi s). No significant difference betw en these distr butions with means 23.41, 23.82, 24.00;
Kruskal-Wallis test statistic H = 5.778, df 2, p = 0.056. Data are expressed as the relative frequency of
particle number for each particle size category expressed as a percentage of total particles analyzed
(Relative Freq.%).
2.2. Antibody-Binding Studies
Lipoproteins have well-defined lipid and protein compositions and it should be possible to
combine mixed metal MC with antibody labelling experiments for identification of subpopulations
of LPs. Thus, LDL contains apolipoprotein B100 (ApoB100) while apolipoprotein(a) is specific for
Lipoprotein (a)(Lp(a)) [1]. We, therefore, evaluated different approaches for imaging antibody binding.
We attempted immunogold [39] labelling of ApoB100 on purified LDL using polyclonal antibodies
raised against ApoB. The antibody is expected to bind to multiple epitopes on ApoB100 in LDL, IDL,
and VLDL and also to the apolipoprotein B48 in chylomicrons. However, this approach produced gold
labelling on no more than 5% of the total particles, indicating the labelling efficiency was low, perhaps
due to steric factors. Given the improvements in edge contrast of LPs and positive contrast of plasma
proteins, we next assessed whether mixed metal MC staining could reveal primary anti-ApoB antibody
bound at the periphery of the particles in the absence of the secondary gold label. This produced
striking contrast of heavily stained “blobs” of stain surrounding the LDL particles (Figure 3a–d).
These “blobs” measured 13.37 nm, SD = 3.55, n = 70 (range 7–22 nm), which corresponded to published
values for antibodies bound to LDL or very low-density lipoprotein (VLDL) [40,41]. The blobs were
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found only in presence of the primary antibody and increasing the concentration of antibody increased
their number from approximately 1 to 3 per particle, labelling 100% of the particles (Figure 3e,f).
We concluded that application of antibody combined with mixed metal MC produces labelling of all
the particles in the purified LDL preparation and appears to be a useful approach for labelling mixed
populations of ApoB100 containing LPs (see below for labelling Lp(a) in human plasma).
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(a,b) 1/20 dilution and (c,d) 1/200 dilution. In (a) (high-magnification) the antibody densities surround 
LDL particles (arrows) and, in (b) (low-magnification) the particles are surrounded by multiple 
antibody densities with abundant contrasted features in between, likely representing unbound 
antibody. In (c), some LDL particles have no associated antibody density (yellow arrow) and others 
appear to have bridges of contrast spanning between the two particles (white arrow). In (d) the low-
magnification overview shows fewer isolated densities (putative unbound antibody, white arrows) 
than are seen in (b). Scale bars 50 nm. Increasing the concentration of antibody maximizes the 
percentage of LDL particles that are labeled (e) and also increases the number of densities associated 
with each LP (error bars in (f) represent SD; > 100 particles analyzed in each case). 
Figure 3. Antibody labelling of purified LDL. LDL adsorbed to support films was labelled using
polyclonal antibodies raised against apolipoprotein B (ApoB) and contrasted with mixed metal MC.
(a,b) 1/20 dilution and (c,d) 1/200 dilution. In (a) (high-magnification) the antibody densities surround
LDL particles (arr ws) a d, in (b) (low-magnifica ion) the particles are surround d by multiple antibody
densities with abundant contrasted features in between, likely representing unbound antibody. In (c),
some LDL particles have no associated antibody density (yellow arrow) and others appear to have
bridges of contrast spa ning between the two particles (whit arrow). In (d) the low-magnification
overview shows few r isolated densities (putative unb und antibody, white arrow ) than are seen
in (b). Scale bars 50 nm. Increasing the concentration of antibody maximizes the percentage of LDL
particles that are labeled (e) and also increases the number of densities associated with each LP (error
bars in (f) represent SD; >100 particles analyzed in each case).
Another way to assess the presence of antigens in LPs is by antibody-induced aggregation, in an
approach similar to that used in hemagglutination assays. We tested whether the anti-ApoB antibodies
would induce the formation of LP aggregates in solution, prior to adsorption to the grid support and
imaging. While this approach produced antibody-dependent aggregation, the adsorbed aggregates
contained overlapping particles, which could not be easily evaluated by EM imaging. It is well known
that some negative stains cause rouleaux formation of nanoparticles during negative staining on a grid
support, which implies the particles are mobile. We took advantage of this movement to more easily
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monitor aggregation of particles in the plane of the support. Indeed, we found that specific primary
anti-ApoB antibodies but not non-specific (secondary) antibodies caused aggregation (Figure 4) when
applied after adsorption of purified LDL. The change in frequency distribution of aggregates was
highly significant statistically (see Figure 4 legend) with 51% of the particles redistributing from the
single particle pool or smallest aggregates (2 and 3 particles) to larger aggregates after exposure to the
specific antibody. In the presence of the blocking agent fish skin gelatin, substantial aggregation did not
occur, suggesting that aggregation is blocked when the proteins are pre-bound to the EM support film.
This technique, therefore, shows promise as a method for identifying particles that contain specific
antigens in a mixed population of LPs, but is not investigated further in this report.Int. J. Mol. Sci. 2020, 21, x FOR PEER REVIEW 9 of 28 
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This strategy, an alternative to direct contrasting, aims at detecting antigens by crosslinking particles with
specific antibodies in an approach that is akin to hemagglutination. LDL particles were adsorbed to the
support film and exp sed to anti-ApoB polyclonal antibodies. (a) No antibody, (b) secondary antibody
alone, (c) primary antibody, and (d) primary followed by secondary antibody. Notice aggregation of
LDL appears similar in extent in (c) and (d). Scale bar in (c) 50 nm, for (a–d). (e) Quantification of the
aggregation under sam conditions as illustrated in (a– ). Distributions for co trol (no-antibody) and
secondary only (secondary) are similar. Both primary alone (primary) and primary plus secondary
(primary and secondary) conditions lack single particles and two-particle aggregates and contain more
large aggregates. primary vs. secondary, chi square = 64.29, df 3, p < 0.001; primary vs. no antibody,
chi square = 53.89, df 3, p < 0.001; n antibody vs secondary, chi square = 1.81, df 3, p < 0.2.
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2.3. Optimizing Visualisation of Lipoprotein Particles from Human Plasma
Our next step was to develop ways of imaging LPs from microliter samples of human plasma using
mixed metal MC staining and then apply the antibody-binding technique for identifying Lp(a). Initially,
we found absorption of neat plasma resulted in strong background densities that were interpreted
as plasma proteins. One simple method for separating LPs from plasma proteins is size exclusion
chromatography (SEC) [5], which has been used to separate lipoproteins and extracellular vesicles from
plasma proteins [2,42,43]. We applied 150 µL of freshly thawed plasma to a commercially available
Sepharose CL 2B filtration column (qEV single 70 nm, SP2, Izon Science, Oxford, UK) and assayed the
output of protein (Figure S1) and lipoproteins using EM (see Figure 5). A wide range of LP particle
sizes were found in the initial protein-poor fractions with the majority displaying regular circular
profiles. In these early fractions, a small proportion of total profiles (<1/1000) were extremely large in
size with slightly irregular or a collapsed appearance and were interpreted as extracellular vesicles.
In fractions 5–9 LP edges were well contrasted but in fractions 9–12 numerous indistinct densities
(consistent with adsorbed plasma proteins) interfered with imaging of LPs. The mean LP particle size
reduced progressively through these fractions from 27.43 nm in fraction 5 to 20.80 nm in fraction 12
(Figure 5a,d,e). A decreasing number of large outliers, measuring 40 nm or more, were concentrated
across fractions 5–9 with the distributions becoming statistically distinguishable (Kolmogorov-Smirnov
(KS) test, Figure 5 legend). Further analysis showed fractions 5–8 had the largest proportions of
particles between 20–40 nm while fractions 8–12, inclusive, had major populations between 15 and
20 nm. Protein was not detectable in fractions 1–10, while 0.11 and 0.48% of the total protein applied
to the column was present in fractions 11 and 12, respectively. Increasing plasma proteins’ profiles
made it difficult to characterize LP populations in the fractions 13 and upwards, so these protein-rich
fractions were not investigated further by EM (see Figure S1).
The failure of SEC to successfully separate LPs from plasma proteins prompted us to seek
more straightforward methods of visualizing LPs from patient plasma samples. We attempted
immuno-absorption of LPs using antibodies raised against ApoB that had been pre-bound to an EM
support film, but this was not successful. A more straightforward approach was dilution of human
plasma in buffer (PBS) at 1/2000, 1/3000, or 1/4000, followed by adsorption and contrasting with mixed
metal MC. This procedure produced clear and reproducible images of LPs with spheroidal profiles
and well-defined edge contrast. Smaller, less-distinct densities were present between the particles
(Figure 6a,b). We next tested staining conditions across a range of mixed metal MC conditions and
dilutions and found the standard mixed metal MC stain used for LDL provided optimal contrast.
The resulting particle size distributions of LPs from 1/3000 dilutions of plasma samples are shown in
Figure 6c,d (25.74, 25.75, and 26.42 nm (mean = 25.968 nm, SD = 0.392, CV 1.51, n = 3; no significant
difference between the distributions by Kruskal–Wallis test, see legend to Figure 6). Visible LPs
had clear linear contrast transitions at the edges and measured from approximately 14 nm upwards,
which is a lower size range for LDL, through to larger particles in the size range of VLDL. A large
number of less-distinct particles were present in the sub-14-nm range, which is likely to include plasma
proteins and putative HDL [44].
As we previously observed with nanodiscs [36], thin films of mixed metal stain MC reduced the
profile asymmetry so that the mean major–minor axes measurement ratio of adsorbed plasma LPs was
1.11 (SD = 0.096, n = 32), as compared to an expected ratio for LDL of 1.77 (major axis 21.4 ± 1.3 nm
and minor axis 12.1 ± 1.1 nm [45]). This was consistent with the particles lying flat and presenting
en face to the electron beam (note that this effect might not be relevant for larger, less asymmetric
but angular VLDL particles [41]). Thus, our EM measurements tend to report maximal diameters,
and so we applied a correction factor for the average diameter of an equivalent spheroid to facilitate
comparison to results from other methodologies. A plot of particle size distribution compared to a
previous LP classification [10] is shown in Figure S2. Thus, this analysis appears indicates the method
detects particles across the full range, from very small LDL up to large VLDL. After correction, mean
Int. J. Mol. Sci. 2020, 21, 6373 10 of 25
particle size of plasma LPs was 22.3 nm (SD = 0.333, CV 1.5%, n = 3) and the majority of the particles
detected were in the LDL-size range (Figure S2).Int. J. Mol. Sci. 2020, 21, x FOR PEER REVIEW 11 of 28 
 
 
Figure 5. Lipoprotein particles in gel filtration fractions from human plasma. Fraction 4 and fraction 
13 showed no detectable vesicles/LPs. (a) Black horizontal lines are mean size, boxes and error bars 
are quartiles above and below mean excluding outliers (dots); x marks median. (b) and (c) illustrate 
LPs found in fractions 6 (F6) and 10 (F10), respectively. (d) Comparison of cumulative distributions 
across gel filtration fractions (grouped into 5-nm size ranges); Kolmogorov-Smirnov (KS) tests as 
follows: F5 vs. 6 not significant; for F5 vs. 7, 8, 9, 10, 11 or 12 ps = or < 0.001. (e) Mean particle size 
decreased progressively across the fractions; y = −1.1122x + 33.162, R² = 0.8992. Scale bar 50 nm for 
images in both (b) and (c). 
The failure of SEC to successfully separate LPs from plasma proteins prompted us to seek more 
straightforward methods of visualizing LPs from patient plasma samples. We attempted immuno-
absorption of LPs using antibodies raised against ApoB that had been pre-bound to an EM support 
film, but this was not successful. A more straightforward approach was dilution of human plasma in 
buffer (PBS) at 1/2000, 1/3000, or 1/4000, followed by adsorption and contrasting with mixed metal 
MC. This procedure produced clear and reproducible images of LPs with spheroidal profiles and 
well-defined edge contrast. Smaller, less-distinct densities were present between the particles (Figure 
Figure 5. Lipoprotein particles in gel filtration fractions from human plasma. Fraction 4 and fraction 13
showed no detectable vesicles/LPs. (a) Black horizontal lines are mean size, boxes and error bars are
quartiles above and below mean excluding outliers (dots); x marks median. (b) and (c) illustrate LPs
found in fractions 6 (F6) and 10 (F10), respectively. (d) Comparison of cumulative distributions across
gel filtration fractions (grouped into 5-nm size ranges); Kolmogorov-Smirnov (KS) tests as follows:
F5 vs. 6 not significant; for F5 vs. 7, 8, 9, 10, 11 or 12 ps = or < 0.001. (e) Mean particle size decreased
progressively across the fractions; y = −1.1122x + 33.162, R2 = 0.8992. Scale bar 50 nm for images in
both (b) and (c).
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2.4. Lp(a) Particles Identified Using Anti-Apolipopro ein(a) Antibodies
The positive contrast provided by mixed metal staining provided an opportunity to use antibody
labelling to identify the subpopulation of lipoprotein particles that comprise Lp(a), which are particles
that harbor both ApoB and apoliprotein(a). Human plasma adsorbed at 1/3000 dilution was exposed
to antibodies to apolipoprotein(a) and contrasted with mixed metal MC. A subpopulation of LPs
became labelled with densities and the fraction of labelled particles stabilized with increasing antibody
concentration, indicating saturation of binding sites (Figure 7a,b). Most particles were labelled with a
single “hit” rather than the multiples seen with anti-ApoB. The distribution of Lp(a)-positive particle
sizes peaked at 24 nm (larger than purified LDL; Figure 7c) and smaller than the peak obtained with
whole plasma (Figure 7d). Interestingly, the particle size with the highest proportion of total particles
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that were positive for apolipoprotein(a) was at 20 nm (average particle size for Lp(a) mean 25.02 nm,
SD = 1.158, CV 4.63%, n = 3). There was no detectable effect of freeze–thaw on the Lp(a) particle size
distribution (Figure S3). The proportion of total plasma LPs that were apolipoprotein(a)-positive was
36.6% (SD = 1.42, CV 3.88%, n = 3).
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Figure 7. Lp(a) LPs identified using anti-apolipoprotein(a) antibodies. Human plasma adsorbed to
EM supports and exposed t polyclonal anti-apoli rotein( ) antibodies produce densities (arrows)
associated with a subpop lation of LPs ((a) with details illustrated in two bottom panels; scale bars
100 nm and 50 nm, respectively). (b) The percentage of apolipoprotein(a)-positive particles plateaued
with increasing antibody concentration. Frequency distribution of apolipoprotein(a)-positive particle
sizes compared to purified human LDL (c); human plasma (d) and non-Lp(a) particles (e). (f) shows
the percent ge of total particles at ach size category th t are positive or negative for polipoprotein
(a). Error bars are SD from three experiments from the same sample of human plasma. >100 particles
sampled in each case. In (c), (d) and (e), data represents the relative frequency of particle number
for each particle size category expressed as a percentage of total particles analyzed (Relative Freq.%).
In (f), Relative Freq.% represents the percentage of total particles found in each size category that were
positive or negative for Lp(a).
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2.5. Deep Learning Approach to Identifying Lipoproteins
Image quantification is slow and labor intensive and, in the case of lipoprotein particle analysis
from patients, modifications to the workflow will be necessary to improve throughput. Key aspects
include the incorporation of methods to automate and multiplex sample handling, preparation,
and imaging. Another significant roadblock is recognition and quantification of the particles, which is
currently done by applying eye–brain recognition to identify the structures of interest followed by
image processing or stereological probes to quantify the particles.
To initiate steps toward higher throughput, we applied machine learning techniques for recognition
of LPs. Recognition software was developed using a sample composed of purified commercial LDL
particles embedded and contrasted using UA (without addition of STA). This provided image data
with weaker positive edge contrast and more noise than obtained with the mixed metal MC. This made
the recognition task more challenging. A development set of 37 images was used for model training
and selection. The recognition software was then tested on two held-out test sets. Test set 1 had four
images prepared similarly. Test set 2 had images prepared with the mixed metal MC, resulting in
improved visibility of particle contours.
The 41 images contrasted using MC/UA alone were manually annotated under supervision of an
experienced microscopist (J. M. Lucocq), who made corrections as necessary. Annotation involved
delineating the boundary contours of each LDL particle, i.e., performing instance segmentation.
Only those particles entirely located within the central 820 × 820 pixel-window of each image were
annotated and analyzed. More than 4200 LDL particles were annotated. The number of instances in an
image ranged from 22 to 168. Annotated particle size varied from 368 pixels2 to 13,164 pixels2 with
median 1632 pixels2. (Taking the square root of the area as a linear measure of size, the range was 19.2
to 114.7 pixels with median 40.4 pixels).
Image augmentation, implemented using the imaging library, was used to increase the amount of
annotated training data. Both nuclei detection pretraining and LDL instance segmentation training used
augmentation by horizontal and vertical flip, rotation (90◦, 180◦, and 270◦), brightening or darkening
(multiplication by a random value between 0.5 and 1.5), and Gaussian blur. Experiments were also
made with additional augmentations (additive Gaussian noise and sharpening) when training LDL
instance segmentation.
The development dataset was divided into a 33-image training set and a four-image validation
set. Validation set loss was used for early stopping with an upper limit of 50 training epochs.
Four combinations of data augmentations and Region Proposed Network (RPN) anchor scale sets were
tried and those with the most promising validation set performance were subsequently tested on the
held-out test sets. Training took less than 2 h using an 8 GB Nvidia GTX1070 Graphic Processing Unit
(GPU; the exact time depending on the parameters used).
Instance segmentation was evaluated within the central window of each image; only annotation
masks that had at least 50% of their area within this window were used for evaluation. Particle detection
rate (the proportion of particles that were successfully detected), the number of false-positive detections
per 100 detections, and the median average precision (mAP) were used to assess performance. The latter
used the mAP for Intersection over Union (IoU) from 0.50 to 0.95 with a step size of 0.05, where IoU
denotes the intersection over union measure of overlap between an instance segmentation and its
ground-truth segmentation.
Table 1 gives test set 1 results for the two Mask R-CNN configurations that gave the best validation
set results and the overall architecture of Mask R-CNN is illustrated in Figure 8. The model with
minimum anchor scale of 16 and additional augmentation showed slightly better results by all measures
except for mAP. Figure 8 illustrates this Mask R-CNN’s results on a typical test image (Figure 8b)
and on the most challenging test image (Figure 8e). On the typical image, two false positives can be
observed. Both are are located at the left image border and one of them covers an irregularly shaped
and highly contrasted feature. Ten particles marked by the annotator were not detected; most of those
had poorly contrasted contours. The more challenging image had poor contrast between particles
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and background, resulting in a mAP of 0.5, the lowest of any test image. Some missed detections and
inaccurate instance segmentations are apparent.











{16,32,64,128,256} Yes 84.0 7.7 0.60 42 (63)
{32,64,128,256,512} No 83.7 8.5 0.61 38 (63)
Figure 8j shows a Bland–Altman plot of agreement between particle sizes estimated automatically
(Mask R-CNN) and manually (ground-truth annotation). Limits of agreement were narrow, and bias was
low, with a few outliers caused by large particles. However, Mask R-CNN tended to estimate particle
size as smaller than the human annotator. As a simple measure of particle aggregation, the number of
touching or overlapping particle pairs was computed after dilating instance segmentation masks by
1 pixel. The number of overlapping particle pairs tended to be underestimated (Table 1).
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The recognition software, trained on the development set using UA/MC, was next tested on
two preparations using the improved contrast offered by mixed metal methylcellulose contrasting
(test set 2) and the resulting instances assessed. Both models used in Table 1 detected over 99% of
particles (Table 2). The Mask R-CNN with minimum anchor scale of 32 made more false detections per
100 particles than the Mask R-CNN with minimum anchor scale of 16 (Table 2). This technique is now
being used to characterize the LPs in diluted plasma samples and the results are planned to form the
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basis of future work on clinical samples incorporating multiplex sample deposition and automated
imaging to improve throughput.
Table 2. Mask R-CNN results on mixed metal stained samples (test set 2).











1 {16,32,64,128,256} Yes 99.7 4.1 889 (895)
{32,64,128,256,512} No 99.3 9.4 892 (895)
2 {16,32,64,128,256} Yes 99.9 0.6 1404 (1412)
{32,64,128,256,512} No 99.9 2.8 1411 (1412)
3. Discussion
Visualization of LPs in a preparation is an absolute requirement for characterization using EM,
and here we worked to improve this [34,36]. We previously described mixed metal staining in methyl
cellulose films for improving contrasting and limiting collapse of biological nanoparticles such as
liposomes and nanodiscs [36]. Lipoprotein particles have sizes and protein lipid compositions that are
similar to nanodiscs and, as expected, purified LDL and plasma LPs were strongly contrasted using
mixed metal MC. The mixed metal MC stain shows clear advantages over contrasting in uranyl acetate
MC, producing strong positive contrast at the particle periphery as well as reducing background
contrast over the MC film. The improved contrast at the particle edges facilitates accurate measurement
whether this is done manually, with the assistance of software such as ImageJ, or by machine learning
(see below). Our studies on LDL indicate that MC film thickness is an important determinant of LP
contrast and our data suggest that thinner films may help to present spheroidal particles at preferred
orientations to facilitate “en face” measurement yielding a maximal measurement for each subclass of
LP (see below, [36]). The en face view yields a diameter estimate of 23.74 nm (or 20.3 nm when corrected
for all orientations). These values compare with the benchmark method of cryo-EM (21.4 ± 1.3 nm,
height 12.1 ± 1.1 nm; average volume of 4352 nm3 [38]), although different preparation methods
may account for the discrepancy. The advantage of cryo-EM is that it visualizes the internal details,
but it is rather slow. By comparison, the positive stain method reported here is much faster and
exposes the whole population for examination without substantial artefacts and will be useful for
higher throughput studies. Another direct method for nanoparticle characterization is NMR and,
when analyzed by 1H NMR spectroscopy, LDL measures 21.2 nm [48], which is comparable to our
corrected value. Like other indirect measures, NMR performs calculation of lipoprotein sizes by means
of the Stokes–Einstein equation [49].
A major challenge for direct image analysis of human plasma in EM is to remove noise introduced
by images of plasma proteins. We found that SEC could separate physically substantial populations
of the larger subtypes, of the size ranges of IDL and VLDL, from plasma proteins. This concords
with previous studies [2,42,43] and more recent reports using SEC columns [50] that demonstrate
a substantial yield of ApoB in protein-free SEC fractions of plasma [50]. The qEV column could
have potential to separate protein from a mixed pool of lipid-rich nanoparticles prior to more refined
morphological analysis (whether manual or machine assisted), providing relative and absolute numbers
of different LPs. However, our analysis suggests the smallest LPs remain with the plasma proteins
and a much more promising approach proved to be direct dilution of the plasma, prior to adsorption
of LPs to the EM support. While undiluted plasma produces large amounts of noise from adsorbed
plasma proteins, this effect is markedly reduced after dilution by three orders of magnitude, thereby
allowing adsorbed LPs to become clearly visible after mixed metal MC staining.
Direct dilution provided our first quantitative EM size measurements of the LP distribution
in human plasma from samples of 1 microliter or less. The visible LP particles measured from
approximately 15 nm diameter and upwards, with particles clearly visualized using the mixed metal
approach to a similar degree of clarity as was achieved for purified LDL. The particles can be recognized
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by their clear linear edge contrast, but particles with smaller dimensions, which could represent larger
globular plasma proteins or HDL, were not clearly distinguished. It may be necessary, therefore,
to use antibody-based approaches to identify the latter (see below). The clear positive contrast of
proteins including antibodies obtained with the mixed metal MC stain could provide for low-resolution
characterization of protein complex structure as an alternative to negative stain. Significantly, the size
distribution of plasma LPs was shifted toward larger values compared to purified LDL. This difference
could not be explained solely on the basis of larger Lp(a) particles because it remained after removal of
the Lp(a) positive particles from the distribution (Figure 7). The explanation may reside in differences
between plasma donors or, more likely, in methodological differences, since the LDL had been processed
through a number of purification steps known to affect particle integrity and possibly the size of
lipoproteins [51], whereas the plasma preparation was examined after simple dilution.
Antibodies are powerful potential tools for identifying subpopulations of LPs. This approach
may be an important refinement because populations such as LDL and Lp(a) are similar in size
and morphology and yet have distinctive protein compositions [16,17]. We investigated ways for
visualizing antibody binding using anti-ApoB as a test case and then applied direct contrasting of
bound anti-apolipoprotein(a) antibody to characterize Lp(a) particles. One other possible approach
could be antibody-based aggregation of the particles on the EM support film, which quite surprisingly
induced aggregation of purified LDL particles that had already adhered to the plastic support of EM
grids, suggesting the particles can move on the support after absorption. This observation may be of
more general utility for aggregation-based detection of molecular components in two-dimensional
systems. However, because aggregation may conceal particles during measurements and will likely be
inhibited in the presence of plasma proteins, this was not investigated further.
Interestingly, while immunogold had a low labelling efficiency after particle adsorption, we could
label many more particles for ApoB or Lp(a) using direct labelling where antibody-sized densities
appeared after application of specific antibodies. The proportion of particles labelling with ApoB- or
apolipoprotein(a)-antibodies plateaued with increasing concentration, indicating saturation of the
binding sites and the positive contrast of antibody molecules obtained using mixed metal MC represents
a marked improvement compared to published data using negative staining [52,53]. Previously,
the antibody-labelling approach was used for identification of Apo E in IDL [1], and also to identify
ApoB-positive LPs, and here we used it to characterize Lp(a) particles carrying anti-apolipoprotein(a).
Difficult-to-measure LP populations, such as Lp(a), can now be identified and sized. The major axis of
Lp(a)-positive particles was 25.02 nm, with an equivalent sphere radius of 21.392 nm, assuming Lp(a)
has the same degree of asymmetry as LDL. Lp(a) was characterised by cryo-EM as a nearly spherical
particle with a radius of 21.0 nm [11], although that study used purified Lp(a). Gel electrophoresis
using 29-nm beads as standards [54] measured Lp(a) at 28.27 nm and the number of kringle repeats
did not seem to affect the apparent size, although there was a reduction in size by 2.23 nm after release
of Lp(a) by cleavage of disulphide bonds. Our Lp(a) values were in excess of our measurements from
purified LDL (by 1.613 nm), which would be consistent with the Lp(a) structure as an LDL particle
extended in diameter by addition of apolipoprotein(a). Because Lp(a) particles can now be measured,
it will be possible to assess whether (as is suggested for small, dense LDL) the smaller particles are
more atherogenic.
In future, this type of data on human plasma LPs could be useful in developing patient-specific
signatures to inform about CVD risk. LP populations such as LDL, IDL, and VLDL do not appear to
generate distinct peaks on our LP distribution and, in this case, the whole size distribution or parts of
it might be used to identify risk-associated populations. Another possibility would be to analyze the
proportion of Lp(a) or ApoB in total particles or individual size categories. For example, we observed
up to half the 20-nm-sized particles in our sample labelling for apolipoprotein(a), but this could vary
from patient to patient. A further strategy might be to analyze the absolute particle numbers using
our previously developed nanoparticle-counting technology [34]. One concern would be the issue of
overlap and contamination with extracellular vesicles (EVs), as suggested by previous studies [2,31,32].
Int. J. Mol. Sci. 2020, 21, 6373 18 of 25
Extracellular vesicles range in size from 40 nm and upwards and, therefore, overlap substantially with
VLDL and chylomicrons and, in particular, with remnant lipoproteins and may even cofractionate
LDL [32]. In agreement with previous studies, we observed that EVs undergo collapse to produce
irregular profiles [50] and comprise a tiny fraction of the total LPs. Future analysis using established
markers for EVs will further validate the quantitative study of the larger-sized LPs such as VLDL.
As a step toward higher throughput, we reported results that demonstrate Mask R-CNN
with transfer learning can automatically analyze EM images of lipoproteins. Models trained on a
conventional UA/MC stain were then applied to the newer, mixed metal stain preparation. Better
results were obtained on the mixed metal stains’ preparation even though the deep learning models
had not been trained on it, likely because of improved contrast. Indeed, missed detections tended to be
due to particles having poorly defined contours. False-positive detections were often located at image
borders where particles were, in fact, partially visible. Some of the largest particles were not correctly
identified, sometimes being divided into two smaller ones. A similar effect was observed with Mask
R-CNN nuclei detection [55]. In future, use of larger, annotated image sets would be likely to improve
performance. The side lengths of the anchors used in this study were powers of 2. Choosing a more
varied anchor set could potentially improve performance [56]. The next steps will be to develop deep
learning protocols to identify plasma nanoparticles of various sizes and differentiate minor populations
of EVs from LPs or identify Lp(a) particles that are labelled with antibodies. A longer-term aim will be
to multiplex sample deposition using applicators designed around technologies such as inkjet and to
automate imaging prior to analysis using deep learning. Standardization and validation of the current
tools combined with such high throughput would provide a fresh perspective on LP analysis and
reveal indicators of CVD that could be useful to the clinician.
4. Materials and Methods
4.1. Materials and Chemicals
Methylcellulose (MC; 25 centipoise; Sigma-Aldrich, (Merck KGaA, Darmstadt, Germany; M6385))
was prepared by dispersing 2 g in 100 mL of Milli-Q water and heating to 100 ◦C, before cooling
on ice and stirring until it dissolved. The solution was then centrifuged for 4 h at 100,000× g at
4 ◦C and supernatants removed and stored at 4 ◦C. Goat anti-apolipoprotein B antibody, ab98132,
and sheep anti-apolipoprotein(a) (Biotin), ab27631, were from Abcam (Cambridge, UK). Protein assay
kit (Pierce™ BCA Protein Assay Kit, 23225) was purchased from Thermo-Fisher Scientific, (Waltham,
MA, USA). Anti-goat IgG secondary antibody was from LI-COR Biosciences, (Lincoln, NE, USA) and
rabbit anti sheep Ig(H+L) antibody from Southern Biotechnology Associates Inc, (Birmingham, AL,
USA). Purified LDL was obtained from EMD Millipore Corp, (Merck KGaA, Darmstadt, Germany).
Human plasma was obtained from TCS Biosciences (Buckingham, UK), and stored frozen at –80 ◦C.
Plasma was thawed rapidly in a 37 ◦C water bath before use. The gel filtration column was qEV single,
SP2, from Izon Science (Oxford, UK).
4.2. Contrasting
Pioloform coated 150 or 200 mesh copper grids were floated on 5 µL droplets of plasma or LDL
diluted in either Milli-Q (deionized) water or PBS on ice for 30 min before four washes in 0.7 mL
droplets deionized water and contrasting in MC. Contrasting was performed essentially as described
in Asadi et al. [36] and used a mixture of UA and STA in MC, referred to here as mixed metal MC
contrasting or a mixture of UA and MC only (for further details see results section). Imaging was
performed on a JEOL 1200 EX microscope using a Gatan Orius 200 digital camera (at University
of St. Andrews, UK), a JEOL 1200 EX microscope using a Megaview II digital camera (at Dundee
University, UK), or a JEOL 1400 plus microscope using a Gatan Orius 200 digital camera (at The James
Hutton Institute, Invergowrie, UK). For quantification purposes, micrographs were recorded in a
systematic, uniform, random-sampling pattern [57].
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4.3. Antibody-Binding Experiments
For antibody labelling, all procedures were performed on ice in a humid chamber. Grids with
attached LDL or plasma LPs (see above) were incubated on 0.1% bovine serum albumin in PBS
(BSA) or 0.5% fish skin gelatin (FSG) in PBS for 10 min and then on droplets of diluted anti-ApoB or
anti-apolipoprotein(a), diluted in BSA or FSG for 30 min. Following four washes on 0.7 mL droplets of
PBS and four 0.7 mL droplets of Milli-Q water, mixed metal MC staining was performed. Particles were
sampled and counted from micrographs by applying unbiased 2D selection sampling rules [58] to
a centrally placed quadrat using an integral cell counter in Fiji (available in the “analyze” plug-in).
For immunogold labelling, grids with attached purified human LDL or plasma LPs (see above) were
floated on 5 µL of primary goat polyclonal anti-apolipoprotein B or sheep anti-apolipoprotein(a)
antibodies diluted in 0.1% BSA or FSG. Following washes in PBS grids were incubated on intermediate
rabbit anti-goat or anti-sheep antibodies diluted 1 in 500 in either BSA or FSG for 15 min. After further
washes in PBS, grids were then incubated on 10-nm protein A gold (British Biocell International,
Cardiff, UK) diluted 1 in 60 in 0.1% BSA or FSG, before final washes in PBS and distilled water prior
to contrasting. For antibody aggregation studies, grids with attached LDL particles were incubated
on 5 µL droplets of PBS or anti-ApoB antibody alone or rabbit anti-sheep (diluted 1 in 500) alone
or anti-ApoB followed by PBS washes and rabbit anti-sheep (diluted 1 in 500). Then grids from
each condition were washed and stained as described for the antibody-labelling procedures above.
No FSG or BSA was used during these incubations. Analysis of immuno-aggregation was achieved by
sampling particles and aggregates using scanning band analysis. On the live digital camera display,
two geometrical features spaced by roughly half the vertical width of the field of view were used to
trace out two lines during horizontal scanning. One line functioned as a forbidden line, to exclude
particles/aggregates, and the other as an acceptance line [34,58]. All particles/aggregates that were
completely contained between these lines or those that encountered the acceptance line were considered
for analysis. For each condition, a total of approximately 100–200 events (particles/aggregates) were
counted and each categorized by the number of component particles.
4.4. Gel Filtration
At ambient temperature, 150 µL of plasma (thawed by immersion in a water bath at 37 ◦C) was
applied to the qEV Izon gel filtration column and eluted using PBS according to the manufacturer’s
instructions. 1 mL of void volume was collected before collecting fractions of approximately 200 µL
each. The fractions were stored at 4 ◦C. The BCA protein assay was performed as described by
the manufacturer.
4.5. Mask R-CNN
Deep learning methods for semantic segmentation, the task of assigning each pixel in an image a
semantic label indicating the type of object imaged at that pixel, have become popular for analyzing
biological images since the success of deep convolutional neural network (CNN) architectures such as
U-Net [59]. Tools for developing such models for biological microscopy applications are now available,
increasing their accessibility to life scientists. For example, an ImageJ U-Net plug-in provides pretrained
models for detection and analysis of specific cell types, and tools for training models for other types of
cells or molecules, although it does not perform well when objects overlap [60]. The DeepCell open
source library has been used to classify and segment cells [61,62]. U-net and DeepCell architectures are
good candidates for nuclei analysis in fluorescence imaging [63].
Semantic segmentation assigns labels to pixels, but it does not explicitly identify individual
object instances; reliably doing so from a segmentation map can be challenging when object instances
touch, overlap, or occlude one another. In preliminary work, we used a symmetry detector and active
contours to post-process segmentation maps in order to identify and segment LDL particle instances.
While this gave reasonable results in many cases, we report here the use of a deep learning Mask
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R-CNN (region-based convolutional neural network) architecture [46] trained in an end-to-end manner
to perform instance segmentation of LDL particles. This gave superior performance. Mask R-CNN
was initially applied to computer vision datasets such as common objects in context COCO [46] but
has since been used in applications such as nuclei detection and recognition of target signals in digital
polymerase chain reaction fluorescence images [64].
Mask R-CNN outputs a bounding box and segmentation mask for each identified object in an
image. It was proposed as an extension of a series of deep computer vision architectures for object
detection and classification: R-CNN (regions with CNN features [65], Fast R-CNN [66] and Faster
R-CNN [47]). This family of methods depends on mechanisms for efficiently proposing a manageable
number of candidate object regions; each region of interest (RoI) is then evaluated using convolutional
networks. Figure 8a outlines the architecture of a Mask R-CNN. A region proposal network (RPN)
learns to propose candidate regions of different sizes and aspect ratios for object detection. This
RPN is a fully convolutional network that uses anchor boxes that work as references. Faster R-CNN
performs classification and bounding box regression on each of the regions of interest generated by the
RPN. In Mask R-CNN, an additional branch is added that predicts segmentation masks for each RoI.
An RoIAlign layer maintains the exact spatial location of features so that these masks are well aligned.
The training loss is a combination of the losses for the class, bounding box, and mask branches of the
network [46].
4.6. Mask R-CNN Architecture and Implementation
Our software incorporated an existing Keras/TensorFlow implementation of Mask R-CNN [67].
The architecture used had a feature pyramid network (FPN) and Residual Neural Network that is
50 layers deep (ResNet-50) backbone: Resnet-50-FPN in the nomenclature of [46]. A ResNet-101-FPN
was also tried but was dropped in favor of ResNet-50-FPN as the former gave more false-positives on
the validation set and took longer to train. The RPN anchors spanned five scales [68] but the aspect
ratio was fixed so that the width and height of proposed regions were equal. Two sets of anchor scales
were tried (see Table 1).
4.7. Transfer Learning
It helped to pretrain Mask R-CNN on larger annotated datasets for related tasks. Firstly, weights
were initialized using ImageNet model weights. Secondly, the network was trained to detect nuclei on
an annotated dataset of 729 microscopy images [69]. Heads only were trained for 20 epochs and then
all layers for a total of 40 epochs. The number of objects detected per image was set to 400 and anchor
scales used were {8, 16, 32, 64, 128} [67]. Pretraining was done on ImageNet, and then on the nuclei
detection task; nuclei detection has similarities with LDL particle detection in terms of object shape.
5. Conclusions
It was our aim to develop an accurate method for assessment of LP populations at high resolution.
This work represents initial development of appropriate tools, including contrast enhancement,
antibody labelling of LP subpopulations, machine learning, and adaptation to microliter samples of
patient plasma. Further progress toward higher throughput aims at multiplexed specimen deposition,
automated contrasting, imaging, and calibrated particle counting. Such studies are now in progress.
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ApoB apolipoprotein B
BSA 0.1% bovine serum albumin in PBS
Cryo-EM cryo-electron microscopy
CNN convolutional neural network
CV coefficient of variation
CVD cardiovascular risk
EM electron microscopy
FPN feature pyramid network
FSG 0.5% fish skin gelatin in PBS







mAP median average precision
MC methyl cellulose
NMR nuclear magnetic resonance
PBS phosphate buffered saline
R-CNN region-based convolutional neural network
ResNet-50 residual neural network that is 50 layers deep
RLP remnant lipoprotein
RPN region proposed network
SD standard deviation
sdLDL small dense LDL
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References
1. Feingold, K.R.; Grunfeld, C. Introduction to Lipids and Lipoproteins. In Endotext; Feingold, K.R., Anawalt, B.,
Boyce, A., Eds.; MDText.com, Inc.: South Dartmouth, MA, USA, 2000.
2. Karimi, N.; Cvjetkovic, A.; Jang, S.C.; Crescitelli, R.; Hosseinpour Feizi, M.A.; Nieuwland, R.; Lötvall, J.;
Lässer, C. Detailed Analysis of the Plasma Extracellular Vesicle Proteome after Separation from Lipoproteins.
Cell. Mol. Life Sci. 2018, 75, 2873–2886. [CrossRef] [PubMed]
3. Goldstein, J.L.; Brown, M.S. A Century of Cholesterol and Coronaries: From Plaques to Genes to Statins. Cell
2015, 161, 161–172. [CrossRef] [PubMed]
4. Lipid Modification Therapy for Preventing Cardiovascular Disease NICE. Available online: http://pathways.
nice.org.uk/pathways/cardiovascular-disease-prevention (accessed on 7 August 2020).
5. Schaefer, E.J.; Tsunoda, F.; Diffenderfer, M.; Polisecki, E.; Thai, N.; Asztalos, B. The Measurement of Lipids,
Lipoproteins, Apolipoproteins, Fatty Acids, and Sterols, and Next Generation Sequencing for the Diagnosis
and Treatment of Lipid Disorders. Endotext 2000.
6. Hayashi, T.; Koba, S.; Ito, Y.; Hirano, T. Method for Estimating High sdLDL-C by Measuring Triglyceride and
Apolipoprotein B Levels. Lipids Health Dis. 2017, 16, 21. [CrossRef] [PubMed]
7. Duran, E.K.; Aday, A.W.; Cook, N.; Buring, J.E.; Ridker, P.M.; Pradhan, A.D. Triglyceride-Rich Lipoprotein
Cholesterol, Small Dense LDL Cholesterol, and Incident Cardiovascular Disease. J. Am. Coll. Cardiol. 2020,
75, 2122. [CrossRef]
Int. J. Mol. Sci. 2020, 21, 6373 22 of 25
8. Willeit, P.; Ridker, P.M.; Nestel, P.J.; Simes, J.; Tonkin, A.M.; Pedersen, T.R.; Schwartz, G.G.; Olsson, A.G.;
Colhoun, H.M.; Kronenberg, F.; et al. Baseline and On-Statin Treatment Lipoprotein(a) Levels for Prediction
of Cardiovascular Events: Individual Patient-Data Meta-Analysis of Statin Outcome Trials. Lancet 2018, 392,
1311–1320. [CrossRef]
9. Tsimikas, S. Lipoprotein(a): Novel Target and Emergence of Novel Therapies to Lower Cardiovascular
Disease Risk. Curr. Opin. Endocrinol. Diabetes Obes. 2016, 23, 157–164. [CrossRef]
10. Ivanova, E.A.; Myasoedova, V.A.; Melnichenko, A.A.; Grechko, A.V.; Orekhov, A.N. Small Dense Low-Density
Lipoprotein as Biomarker for Atherosclerotic Diseases. Oxid. Med. Cell. Longev. 2017, 2017, 1–10. [CrossRef]
11. Sines, J.; Rothnagel, R.; van Heel, M.; Gaubatz, J.W.; Morrisett, J.D.; Chiu, W. Electron Cryomicroscopy and
Digital Image Processing of Lipoprotein(a). Chem. Phys. Lipids 1994, 67, 81–89. [CrossRef]
12. Nordestgaard, B.G.; Chapman, M.J.; Ray, K.; Borén, J.; Andreotti, F.; Watts, G.F.; Ginsberg, H.; Amarenco, P.;
Catapano, A.L.; Descamps, O.S.; et al. Lipoprotein(a) as a Cardiovascular Risk Factor: Current Status.
Eur. Hear. J. 2010, 31, 2844–2853. [CrossRef]
13. Kamstrup, P.R.; Benn, M.; Tybjærg-Hansen, A.; Nordestgaard, B.G. Extreme Lipoprotein(a) Levels and Risk
of Myocardial Infarction in the General Population: The Copenhagen City Heart Study. Circulation 2008, 117,
176–184. [CrossRef] [PubMed]
14. Kamstrup, P.R.; Nordestgaard, B.G. Lipoprotein(a) Should Be Taken Much More Seriously. Biomark. Med.
2009, 3, 439–441. [CrossRef] [PubMed]
15. Clarke, R.; Peden, J.F.; Hopewell, J.C.; Kyriakou, T.; Goel, A.; Heath, S.C.; Parish, S.; Barlera, S.; Franzosi, M.G.;
Rust, S.; et al. Genetic Variants Associated with Lp(a) Lipoprotein Level and Coronary Disease. N. Engl.
J. Med. 2009, 361, 2518–2528. [CrossRef] [PubMed]
16. McCormick, S.P.A. Lipoprotein(a): Biology and Clinical Importance. Clin. Biochem. Rev. 2004, 25, 69–80.
17. Marcovina, S.M.; Albers, J.J. Lipoprotein (a) Measurements for Clinical Application. J. Lipid Res. 2016, 57,
526–537. [CrossRef]
18. Wilson, D.P.; Jacobson, T.A.; Jones, P.H.; Koschinsky, M.L.; McNeal, C.J.; Nordestgaard, B.G.; Orringer, C.E.
Use of Lipoprotein(a) in Clinical Practice: A Biomarker Whose Time Has Come. A Scientific Statement from
the National Lipid Association. J. Clin. Lipidol. 2019, 13, 374–392. [CrossRef]
19. Kim, J.Y.; Park, J.H.; Jeong, S.W.; Schellingerhout, D.; Park, J.E.; Lee, D.K.; Choi, W.J.; Chae, S.L.; Kim, D.E.
High Levels of Remnant Lipoprotein Cholesterol is a Risk Factor for Large Artery Atherosclerotic Stroke.
J. Clin. Neurol. 2011, 7, 203–209. [CrossRef]
20. Masuoka, H.; Kamei, S.; Wagayama, H.; Ozaki, M.; Kawasaki, A.; Tanaka, T.; Kitamura, M.; Katoh, S.;
Shintani, U.; Misaki, M.; et al. Association of Remnant-Like Particle Cholesterol with Coronary Artery
Disease in Patients with Normal Total Cholesterol Levels. Am. Heart J. 2000, 139, 305–310. [CrossRef]
21. May, H.T.; Muhlestein, J.B.; Ma, Y.; López, J.A.G.; Coll, B.; Nelson, J. Effects of Evolocumab on the ApoA1
Remnant Ratio: A Pooled Analysis of Phase 3 Studies. Cardiol. Ther. 2019, 8, 91–102. [CrossRef]
22. Welsh, C.; Celis-Morales, C.A.; Brown, R.; Mackay, D.F.; Lewsey, J.; Mark, P.B.; Gray, S.R.; Ferguson, L.D.;
Anderson, J.J.; Lyall, D.M.; et al. Comparison of Conventional Lipoprotein Tests and Apolipoproteins in the
Prediction of Cardiovascular Disease. Circulation 2019, 140, 542–552. [CrossRef]
23. Allaire, J.; Vors, C.; Couture, P.; Lamarche, B. LDL Particle Number and Size and Cardiovascular Risk:
Anything New Under The Sun? Curr. Opin. Lipidol. 2017, 28, 261–266. [CrossRef] [PubMed]
24. Freedman, D.S.; Otvos, J.D.; Jeyarajah, E.J.; Shalaurova, I.; Cupples, A.; Parise, H.; D’Agostino, R.B.;
Wilson, P.W.F.; Schaefer, E.J. Sex and Age Differences in Lipoprotein Subclasses Measured by Nuclear
Magnetic Resonance Spectroscopy: The Framingham study. Clin. Chem. 2004, 50, 1189–1200. [CrossRef]
[PubMed]
25. Hole, P.; Sillence, K.; Hannell, C.; Manus Maguire, C.; Roesslein, M.; Suarez, G.; Capracotta, S.;
Magdolenova, Z.; Horev-Azaria, L.; Dybowska, A.; et al. Interlaboratory Comparison of Size Measurements
on Nanoparticles Using Nanoparticle Tracking Analysis (NTA). J. Nanopart. Res. 2013, 15, 2101. [CrossRef]
[PubMed]
26. Momen-Heravi, F.; Balaj, L.; Alian, S.; Tigges, J.; Toxavidis, V.; Ericsson, M.; Distel, R.J.; Ivanov, A.R.; Skog, J.;
Kuo, W.P. Alternative Methods for Characterization of Extracellular Vesicles. Front. Physiol. 2012, 3, 354.
[CrossRef] [PubMed]
Int. J. Mol. Sci. 2020, 21, 6373 23 of 25
27. Manus Maguire, C.; Rösslein, M.; Wick, P.; Prina-Mello, A. Characterisation of Particles in
Solution—A Perspective on Light Scattering and Comparative Technologies. Sci. Technol. Adv. Mater. 2018,
19, 732–735. [CrossRef] [PubMed]
28. Witte, D.R.; Taskinen, M.R.; Perttunen-Nio, H.; Van Tol, A.; Livingstone, S.; Colhoun, H.M. Study of
Agreement between Ldl Size as Measured by Nuclear Magnetic Resonance and Gradient Gel Electrophoresis.
J. Lipid Res. 2004, 45, 1069–1075. [CrossRef]
29. Otvos, J.D.; Jeyarajah, E.J.; Bennett, D.W.; Krauss, R.M. Development of a Proton Nuclear Magnetic Resonance
Spectroscopic Method for Determining Plasma Lipoprotein Concentrations and Subspecies Distributions
from a Single, Rapid Measurement. Clin. Chem. 1992, 38, 1632–1638. [CrossRef]
30. Soo, C.Y.; Song, Y.; Zheng, Y.; Campbell, E.C.; Riches, A.C.; Gunn-Moore, F.; Powis, S.J. Nanoparticle Tracking
Analysis Monitors Microvesicle and Exosome Secretion from Immune Cells. Immunology 2012, 136, 192–197.
[CrossRef]
31. Welton, J.L.; Webber, J.P.; Botos, L.-A.; Jones, M.; Clayton, A. Ready-Made Chromatography Columns for
Extracellular Vesicle Isolation from Plasma. J. Extracell. Vesicles 2015, 4, 27269. [CrossRef]
32. Sódar, B.W.; Kittel, Á.; Pálóczi, K.; Vukman, K.V.; Osteikoetxea, X.; Szabó-Taylor, K.; Németh, A.; Sperlágh, B.;
Baranyai, T.; Giricz, Z.; et al. Low-Density Lipoprotein Mimics Blood Plasma-Derived Exosomes and
Microvesicles During Isolation and Detection. Sci. Rep. 2016, 6, 24316. [CrossRef]
33. Caulfield, M.P.; Li, S.; Lee, G.; Blanche, P.J.; Salameh, W.A.; Benner, W.H.; Reitz, R.E.; Krauss, R.M. Direct
Determination of Lipoprotein Particle Sizes and Concentrations by Ion Mobility Analysis. Clin. Chem. 2008,
54, 1307–1316. [CrossRef] [PubMed]
34. Hacker, C.; Asadi, J.; Pliotas, C.; Ferguson, S.; Sherry, L.; Marius, P.; Tello, J.; Jackson, D.; Naismith, J.;
Lucocq, J.M. Nanoparticle Suspensions Enclosed in Methylcellulose: A New Approach For Quantifying
Nanoparticles in Transmission Electron Microscopy. Sci. Rep. 2016, 6, 1–13. [CrossRef]
35. Griffiths, G.; McDowall, A.; Back, R.; Dubochet, J. On the preparation of cryosections for immunocytochemistry.
J. Ultrasructure Res. 1984, 89, 65–78. [CrossRef]
36. Asadi, J.; Ferguson, S.; Raja, H.; Hacker, C.; Marius, P.; Ward, R.; Pliotas, C.; Naismith, J.; Lucocq, J.
Enhanced Imaging of Lipid Rich Nanoparticles Embedded in Methylcellulose Films for Transmission
Electron Microscopy Using Mixtures of Heavy Metals. Micron 2017, 99, 40–48. [CrossRef]
37. Coronado-Gray, A.; Van Antwerpen, R. Lipid Composition Influences the Shape of Human Low Density
Lipoprotein in Vitreous Ice. Lipids 2005, 40, 495–500. [CrossRef] [PubMed]
38. Van Rik, A.; Chen, G.C.; Pullinger, C.R.; Kane, J.P.; LaBelle, M.; Krauss, R.M.; Luna-Chavez, C.; Forte, T.M.;
Gilkey, J.C. Cryo-Electron Microscopy of Low Density Lipoprotein and Reconstituted Discoidal High Density
Lipoprotein: Imaging of the Apolipoprotein Moiety. J. Lipid Res. 1997, 38, 659–669.
39. Wang, R.; Pokhariya, H.; McKenna, S.J.; Lucocq, J. Recognition of Immunogold Markers in Electron
Micrographs. J. Struct. Biol. 2011, 176, 151–158. [CrossRef]
40. Tong, H.; Zhang, L.; Kaspar, A.; Rames, M.J.; Huang, L.; Woodnutt, G.; Ren, G. Peptide-Conjugation Induced
Conformational Changes in Human Igg1 Observed by Optimized Negative-Staining and Individual-Particle
Electron Tomography. Sci. Rep. 2013, 3, 1089. [CrossRef]
41. Yu, Y.; Kuang, Y.-L.; Lei, D.; Zhai, X.; Zhang, M.; Krauss, R.M.; Ren, G. Polyhedral 3D Structure of Human
Plasma Very Low Density Lipoproteins by Individual Particle Cryo-Electron Tomography 1. J. Lipid Res.
2016, 57, 1879–1888. [CrossRef]
42. Xu, R.; Fitts, A.; Li, X.; Fernandes, J.; Pochampally, R.; Mao, J.; Liu, Y.M. Quantification of Small Extracellular
Vesicles by Size Exclusion Chromatography with Fluorescence Detection. Anal. Chem. 2016, 88, 10390–10394.
[CrossRef]
43. Böing, A.N.; van der Pol, E.; Grootemaat, A.E.; Coumans, F.A.W.; Sturk, A.; Nieuwland, R. Single-Step
Isolation of Extracellular Vesicles by Size-Exclusion Chromatography. J. Extracell. Vesicles 2014, 3, 23430.
[CrossRef] [PubMed]
44. Kontush, A. HDL Particle Number and Size as Predictors of Cardiovascular Disease. Front. Pharmacol. 2015,
6, 218. [CrossRef] [PubMed]
45. Rajman, I.; Eacho, P.I.; Chowienczyk, P.J.; Ritter, J.M. LDL Particle Size: An Important Drug Target? Br. J.
Clin. Pharmacol. 1999, 48, 125–133. [CrossRef] [PubMed]
46. He, K.; Gkioxari, G.; Dollar, P.; Girshick, R. Mask R-CNN. In Proceedings of the IEEE International Conference
on Computer Vision (ICCV), Venice, Italy, 22–29 October 2017. [CrossRef]
Int. J. Mol. Sci. 2020, 21, 6373 24 of 25
47. Ren, S.; He, K.; Girshick, R.; Sun, J. Faster R-CNN: Towards Real-Time Object Detection with Region Proposal
Networks. IEEE Trans. Pattern Anal. Mach. Intell. 2017, 39, 1137–1149. [CrossRef]
48. Rodriguez-Garcia, E.; Ruiz-Nava, J.; Santamaria-Fernandez, S.; Fernandez-Garcia, J.C.; Vargas-Candela, A.;
Yahyaoui, R.; Tinahones, F.J.; Bernal-Lopez, M.R.; Gomez-Huelgas, R. Characterization of Lipid Profile by
Nuclear Magnetic Resonance Spectroscopy (1 H NMR) of Metabolically Healthy Obese Women after Weight
Loss with Mediterranean Diet and Physical Exercise. Medicine 2017, 96, e7040. [CrossRef]
49. Mallol, R.; Amigó, N.; Rodríguez, M.A.; Heras, M.; Vinaixa, M.; Plana, N.; Rock, E.; Ribalta, J.; Yanes, O.;
Masana, L.; et al. Liposcale: A Novel Advanced Lipoprotein Test Based on 2d Diffusion-Ordered 1H NMR
Spectroscopy. J. Lipid Res. 2015, 56, 737–746. [CrossRef]
50. Takov, K.; Yellon, D.M.; Davidson, S.M. Comparison of Small Extracellular Vesicles Isolated from
Plasma by Ultracentrifugation or Size-Exclusion Chromatography: Yield, Purity and Functional Potential.
J. Extracell. Vesicles 2019, 8, 1560809. [CrossRef]
51. Munroe, W.H.; Phillips, M.L.; Schumaker, V.N. Excessive Centrifugal Fields Damage High Density Lipoprotein.
J. Lipid Res. 2015, 56, 1172–1181. [CrossRef]
52. Chatterton, J.E.; Phillips, M.L.; Curtiss, L.K.; Milne, R.; Fruchart, J.C.; Schumaker, V.N. Immunoelectron
Microscopy of Low Density Lipoproteins Yields a Ribbon and Bow Model for the Conformation of
Apolipoprotein B on the Lipoprotein Surface. J. Lipid Res. 1995, 36, 2027–2037.
53. Chiu, Y.-J.; Cai, W.; Lee, T.; Kraimer, J.; Lo, Y.-H. Quantitative Analysis of Exosome Secretion Rates of Single
Cells. Bio-protocol 2017, 7, e2143. [CrossRef]
54. O’Neal, D.; Grieve, G.; Rae, D. Factors Influencing Lp-Particle Size as Determined by Gradient Gel
Electrophoresis. J. Lipid Res. 1996, 37, 1655–1663.
55. Vuola, A.O.; Akram, S.U.; Kannala, J. Mask-RCNN and U-Net Ensembled for Nuclei Segmentation.
In Proceedings of the IEEE 16th International Symposium on Biomedical Imaging, Venice, Italy, 8–11 April
2019. [CrossRef]
56. Eggert, C.; Brehm, S.; Winschel, A.; Zecha, D.; Lienhart, R. A Closer Look: Small Object Detection in
Faster R-CNN. In Proceedings of the IEEE International Conference on Multimedia and Expo (ICME) Expo,
Hong Kong, China, 10–14 July 2017. [CrossRef]
57. Lucocq, J. Can Data Provenance Go the Full Monty? Trends Cell Biol. 2012, 22, 229–230. [CrossRef]
58. Sterio, D.C. The Unbiased Estimation of Number and Sizes of Arbitrary Particles Using the Disector. J. Microsc.
1984, 134, 127–136. [CrossRef]
59. Ronneberger, O.; Fischer, P.; Brox, T. U-Net: Convolutional Networks for Biomedical Image Segmentation; Springer:
Cham, Germany, 2015. [CrossRef]
60. Falk, T.; Mai, D.; Bensch, R.; Çiçek, Ö.; Abdulkadir, A.; Marrakchi, Y.; Böhm, A.; Deubner, J.; Jäckel, Z.;
Seiwald, K.; et al. U-Net: Deep Learning for Cell Counting, Detection, and Morphometry. Nat. Methods 2019,
16, 67–70. [CrossRef]
61. Moen, E.; Bannon, D.; Kudo, T.; Graf, W.; Covert, M.; Van Valen, D. Deep Learning for Cellular Image
Analysis. Nat. Methods 2019, 16, 1233–1246. [CrossRef]
62. Van Valen, D.A.; Kudo, T.; Lane, K.M.; Macklin, D.N.; Quach, N.T.; DeFelice, M.M.; Maayan, I.; Tanouchi, Y.;
Ashley, E.A.; Covert, M.W. Deep Learning Automates the Quantitative Analysis of Individual Cells in
Live-Cell Imaging Experiments. PLoS Comput. Biol. 2016, 12, e1005177. [CrossRef]
63. Caicedo, J.C.; Roth, J.; Goodman, A.; Becker, T.; Karhohs, K.W.; Broisin, M.; Molnar, C.; McQuin, C.; Singh, S.;
Theis, F.J.; et al. Evaluation of Deep Learning Strategies for Nucleus Segmentation in Fluorescence Images.
Cytom. Part A 2019, 95, 952–965. [CrossRef]
64. Hu, Z.; Fang, W.; Gou, T.; Wu, W.; Hu, J.; Zhou, S.; Mu, Y. A Novel Method Based on a Mask R-CNN Model
for Processing dPCR Images. Anal. Methods 2019, 11, 3410–3418. [CrossRef]
65. Girshick, R.; Donahue, J.; Darrell, T.; Malik, J. Rich Feature Hierarchies for Accurate Object Detection and
Semantic Segmentation. In Proceedings of the IEEE Conference on Computer Vision and Pattern Recognition,
Columbus, OH, USA, 24–27 June 2014. [CrossRef]
66. Girshick, R. Fast R-CNN. In Proceedings of the IEEE International Conference on Computer Vision, Santiago,
Chile, 7–13 December 2015. [CrossRef]
67. Waleed, A. Mask R-CNN for object Detection and Instance Segmentation on Keras and TensorFlow.
Available online: https://github.com/matterport/Mask_RCNN (accessed on 7 August 2020).
Int. J. Mol. Sci. 2020, 21, 6373 25 of 25
68. Lin, T.Y.; Dollár, P.; Girshick, R.; He, K.; Hariharan, B.; Belongie, S. Feature Pyramid Networks for Object
Detection. In Proceedings of the 30th IEEE Conference on Computer Vision and Pattern Recognition,
Honolulu, HI, USA, 21–26 July 2017. [CrossRef]
69. Johnson, J.W. Automatic Nucleus Segmentation with Mask-RCNN. Adv. Intell. Syst. Comput. 2020, 944,
399–407. [CrossRef]
© 2020 by the authors. Licensee MDPI, Basel, Switzerland. This article is an open access
article distributed under the terms and conditions of the Creative Commons Attribution
(CC BY) license (http://creativecommons.org/licenses/by/4.0/).
